Editorial
Proteomics 2016, 16, 1191-1192 tool for studying protein interactions and performing validations in a clinical setting to facilitate high-throughput screening, which could aid in personalized medicine. In support of this vision, Dr. Joshua LaBaer, the inventor of Nucleic Acid Programmable Protein Arrays [3] said, "As protein arrays can be employed as an extension of ELISA, where they enable multiple proteins to be tested on a single platform simultaneously, and require minimal amount of sample, they will soon be a suitable alternative to other clinical diagnostic modalities. Moreover, the detection is independent of the presence of other highly abundant proteins emphasizing the translational potential of findings emerging from this platform". However, these goals are distant and need global standardization initiatives. Efforts similar to the Human Proteome Organization (HUPO) Proteomics Standards Initiative (HUPO-PSI) [4] and Minimum Information About a Proteomics Experiment (MIAPE) [5] must be initiated specifically in the area of protein arrays so as to define certain global standards for data processing and analysis. The complexity involving arrays make it difficult to define such standards; however, for this technology to thrive in the translational setting, such steps are necessary. Proteomics has been widely accepted as a tool for profiling-based studies across the globe. In the Indian subcontinent where proteomics involving gel-based and mass spectrometric platforms have received great attention, there have been few isolated works in the area of protein arrays [6] [7] [8] . Thus, the broader intention of having a special issue in the lines of protein arrays is to now extend the community beyond its niche so as to enable high-throughput evaluations, which can answer questions ranging from functional biology as well as translating many of its findings for clinical applications. This special issue, thus, depicts the complexity, diversity and the endless possibilities encompassing this technology. I would, on behalf of the editorial team, like to thank all the authors for contributing to this issue, which would be an interesting read for readers working actively in the protein array domain as well as readers outside this community. As a guest editor, I hope you enjoy reading this special issue, which is a compilation of many intriguing articles representative of the finest work being done in this area.
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